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1. Descriptions in the Human Genome Variation Society (HGVS)
nomenclature can be constructed from human DNA sequences in
linear run-time (Chapter 3).
2. An algorithm with a theoretically better run-time complexity is
not the best choice for the problem of constructing descriptions
from sequences (Chapter 3).
3. Frameshift variants can be effectively detected and annotated
using protein sequences and without using the underlying DNA
sequences (Chapter 4).
4. A significant frameshift overlap in genes within a species can be
observed, suggesting that frameshift variants play a part in the
evolutionary mechanism (Chapter 4).
5. Self-similarity in the form of repeated sequences can be described in
terms of a reference sequence and a set of repeat units (Chapter 5).
6. When considering disjunct groups of heterogeneous data, the ad-
dition of data does not lead to better classifications automatically
(Chapter 6).
7. Genetic research can benefit from self-contained descriptions in
the sense that the observed sequence can be constructed from the
reference sequence and the description.
8. The HGVS nomenclature does not have a formal specification.
9. In the era of “Big Data” there are unsolved problems regarding
“Big Computations” on smaller data.
10. Multi-disciplinary research is truly multi-disciplinary when it
strives for novelty in all fields.
